There are two independent molecules of the title carboxamide compound, C 6 H 8 N 4 O 2 ÁH 2 O, as well as two independent water molecules in the asymmetric unit. The two independent carboxamide molecules differ primarily in the relative orientations of the peripheral methyl and amino groups. Intramolecular N-HÁ Á ÁO hydrogen bonds assist in determining the orientations of the acetamido substituents. The three-dimensional crystal packing is directed by a large network of O-HÁ Á ÁO, N-HÁ Á ÁO, C-HÁ Á ÁO and C-HÁ Á ÁN hydrogen bonds.
There are two independent molecules of the title carboxamide compound, C 6 H 8 N 4 O 2 ÁH 2 O, as well as two independent water molecules in the asymmetric unit. The two independent carboxamide molecules differ primarily in the relative orientations of the peripheral methyl and amino groups. Intramolecular N-HÁ Á ÁO hydrogen bonds assist in determining the orientations of the acetamido substituents. The three-dimensional crystal packing is directed by a large network of O-HÁ Á ÁO, N-HÁ Á ÁO, C-HÁ Á ÁO and C-HÁ Á ÁN hydrogen bonds.
Structure description
Compounds that contain the pyrazole moiety are known to exhibit a wide range of biological properties (Tantawy et al., 2012) . As a continuation of our research devoted to the development of carboxamide derivatives of pyrazole (Ramli et al., 2013; Karrouchi et al., 2015) , we prepared the title compound and characterized it by X-ray diffraction. There are two independent molecules of the carboxamide compound as well as two independent water molecules in the asymmetric unit (Fig. 1) . The former differ primarily in the orientations of the peripheral methyl and amino groups and their conformations are mainly determined by a pair of intramolecular N-HÁ Á ÁO hydrogen bonds in each. Intermolecular O-HÁ Á ÁO, N-HÁ Á ÁO, C-HÁ Á ÁO and C-HÁ Á ÁN hydrogen bonds which include those with the lattice water form sheets which are tied to one another by hydrogen bonding with the lattice water (Table 1 and Fig. 2 ).
data reports Synthesis and crystallization
5-Amino-1H-pyrazole-4-carboxamide (0.669 g, 3.69 mmol) was stirred in refluxing glacial acetic acid for 1 h. The mixture was cooled to room temperature and the resulting solid was filtered off and dried to obtain the acetylated product (yield; 80%; m.p. = 387-389 K). Crystals suitable for X-ray analysis were obtained by recrystallization from wet ethanol.
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . Table 1 Hydrogen-bond geometry (Å ,  ) . Computer programs: APEX3 and SAINT (Bruker, 2016), SHELXT (Sheldrick, 2015a) , SHELXL2014 (Sheldrick, 2015b) , DIAMOND (Brandenburg & Putz, 2012) and SHELXTL (Sheldrick, 2008) .
Figure 1
The asymmetric unit of the title compound, showing the atom-labelling scheme and 50% probability displacement ellipsoids.
data-1
IUCrData ( Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
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Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Hatoms attached to carbon were placed in calculated positions (C-H = 0.95 -0.98 Å) and included as riding contributions with isotropic displacement parameters 1.2 -1.5 times those of the attached atoms. Symmetry codes: (i) −x+3/2, y+1/2, −z+1/2; (ii) x−1/2, −y+1/2, z−1/2; (iii) −x+1/2, y+1/2, −z+1/2; (iv) x+1/2, −y+1/2, z+1/2; (v) −x+1/2, y−1/2, −z+1/2; (vi) −x+3/2, y−1/2, −z+1/2; (vii) −x+1, −y, −z.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

